The internal viral structural proteins p17 and p24 are major components of the human immunodeficiency virus (HIV). Whereas p24 represents the core protein, p17 is located adjacent to the lipid membrane of the virion (7, 8) . Recent investigations suggest that p17 serves as a matrix protein involved in the shaping of the virus particle (13, 16) . Both proteins seem to play a significant role as prognostic factors for the development of acquired immunodeficiency syndrome (17) . The concentration of p17 antibodies might serve as a marker for the clinical status, whereas p24 antigenemia is frequently detectable in individuals developing acquired immunodeficiency syndrome (1, 2, 6, 12) . The detection of p24 in the serum by antigen capture assays is one method to detect antigenemia in infected patients. For that purpose broadly reacting anti-p24 antibodies might be helpful to detect prototype p24 and its variants. This holds especially true when people infected with HIV type 2 (HIV-2) are investigated. Recently, monoclonal antibodies raised against HIV type 1 (HIV-1) that cross-react with the core proteins of HIV-2 and simian immunodeficiency virus strain mac (SIV.,,,) were described (15) .
To identify respective epitopes on p17 and p24 for some of the antibodies (Table 1) , overlapping peptides were synthesized in solid-phase medium as described by Houghten et al. (11) . The sequence used was based on published data (18) . Each peptide corresponded to a sequence of 15 (18) , HIV-2ROD (9), and SIVmac (5, 3) , were compared. The sequence of HIV-1 is used as a standard. Identity in amino acids of a given position to the sequence of prototype HIV-lBHIO is depicted by a full-length vertical bar, whereas homologous exchange is marked by a half-length bar. Horizontal bars label the sequences inhibiting the reaction of the MAbs (Tables 1 and 2 ). (b) The hydrophobicity profile of the gag protein was calculated by the method of Hopp and Woods (10) . Positive values identify hydrophobic regions and negative values identify hydrophilic regions within the protein.
through 222) contains 1B turns on each side of a hydrophilic region that is also predicted to be of o(-helical configuration.
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